FIGURE 1 

Map of a First IL-17 Receptor Like cDNA rSEO ID No: 1) 
and Amino Acid (SEP ID NO: 2) 



1 ATAAAAGCGCAGCGTGCGGGTGGCCTGGATCCCGCGCAGTGGCCCGGCGATGTCGCTCGT 60 

M S L V - 

6 1 GCTGCTAAGCCTGGCCGCGCTGTGCAGGAGCGCCGTACCCCGAGAGCCGACCGTTC AATG 120 
LLSLAALCRSAVPREPTVQC - 

121 TGGCTCTGAAACTGGGCCATCTCCAGAGTGGATGCTACAACATGATCTAATCCCCGGAGA 180 
GSETGPSPEWMLQHDLIPGD- 

181 CTTGAGGGACCTCCGAGTAGAACCTGTTACAACTAGTGTTGCAACAGGGGACTATTCAAT 24 0 
LRDLRVEPVTTSVATGDYSI - 

241 TTTGATGAATGTAAGCTGGGTACTCCGGGCAGATGCCAGCATCCGCTTGTTGAAGGCCAC 300 
LMNVSWVLRADASIRLLKAT- 

301 CAAGATTTGTGTGACGGGCAAAAGCAACTTCCAGTCCTACAGCTGTGTGAGGTGCAATTA 360 
KICVTGKSNFQSYSCVRCNY- 

361 CACAGAGGCCTTCCAGACTCAGACCAGACCCTCTGGTGGTAAATGGACATTTTCCTACAT 420 
TEAFQTQTRPSGGKWTFSYI - 

42 1 CGGCTTCCCTGTAGAGCTGAACACAGTCTATTTCATTGGGGCCCATAATATTCCTAATGC 4 8 0 
GFPVELNTVYFIGAHNI PNA- 

4 81 AAATATGAATGAAGATGGCCCTTCCATGTCTGTGAATTTCACCTCACCAGGCTGCCTAGA 54 0 
NMNEDGPSMSVNFTSPGCLD - 

541 CCACATAATGAAATATAAAAAAAAGTGTGTC AAGGCCGGAAGCCTGTGGGATCCGAACAT 600 
HIMKYKKKCVKAGSLWDPNI - 

601 CACTGCTTGTAAGAAGAATGAGGAGACAGTAGAAGTGAACTTCACAACCACTCCCCTGGG 660 
TACKKNEETVEVNFTTTPLG- 

661 AAACAGATACATGGCTCTTATCCAACACAGCACTATCATCGGGTTTTCTCAGGTGTTTGA 72 0 
NRYMALIQHSTIIGFSQVFE- 

721 GCCACACCAGAAGAAACAAAC6CGAGCTTCAGTGGTGATTCCAGTGACTGGGGATAGTGA 7 80 
PHQKKQTRASVVIPVTGDSE- 

781 AGGTGCTACGGTGCAGCTGACTCCATATTTTCCTACTTGTGGCAGCGACTGCATCCGACA 84 0 
GATVQLTPYFPTCGSDCIRH- 

841 TAAAGGAACAGTTGTGCTCTGCCCACAAACAGGCGTCCCTTTCCCTCTGGATAACAACAA 900 
KGTVVLCPQTGVPFPLDNNK- 

901 AAGCAAGCCGGGAGGCTGGCTGCCTCTCCTCCTGCTGTCTCTGCTGGTGGCCACATGGGT 960 
SKPGGWLPLLLLSLLVATWV- 

961 GCTGGTGGCAGGGATCTATCTAATGTGGAGGCACGAAAGGATCAAGAAGACTTCCTTTTC 1020 
LVAGIYLMWRHERIKKTSF.S - 

1021 TACCACCACACTACTGCCCCCCATTAAGGTTCTTGTGGTTTACCCATCTGAAATATGTTT 108 0 
TTTLLPPIKVLVVYPSEICF- 

1081 CCATCACACAATTTGTTACTTCACTGAATTTCTTCAAAACCATTGCAGAAGTGAGGTCAT 1140 
HHTICYFTEFLQNHCRSEVI - 

1141 CCTCGAAAAGTGGCAGAAAAAGAAAATAGCAGAGATGGGTCCAGTGCAGTGGCTTGCCAC 1200 
LEKWQKKKIAEMGPVQWLAT- 



Figure 1 (continued) 



12 01 TCAAAAGAAGGCAGCAGACAAAGTCGTCTTCCTTCTTTCCAATGACGTCAACAGTGTGTG 12 60 
QKKAADKVVFLLSNDVNSVC- 

1261 CGATGGTACCTGTGGCAAGAGCGAGGGCAGTCCCAGTGAGAACTCTCAAGACCTCTTCCC 132 0 
DGTCGKSEGSPSENSQDLFP- 

1321 CCTTGCCTTTAACCTTTTCTGCAGTGATCTAAGAAGCCAGATTCATCTGCACAAATACGT 1440 
LAFNLFCSDLRSQIHLHKYV- 

1441 GGTGGTCTACTTTAGAGAGATTGATACAAAAGACGATTACAATGCTCTCAGTGTCTGCCC 1500 
VVYFREIDTKDDYNALSVCP- 

1501 CAAGTACCACCTCATGAAGGATGCCACTGCTTTCTGTGCAGAACTTCTCCATGTCAAGCA 1560 
KYHLMKDATAFCAELLHVKQ- 

1561 GCAGGTGTCAGCAGGAAAAAGATCACAAGCCTGCCACGATGGCTGCTGCTCCTTGTAGCC 162 0 
QVSAGKRSQACHDGCCSL* 

1621 CACCCATGAGAAGCAAGAGACCTTAAAGGCTTCCTATCCCACCAATTACAGGGAAAAAAC 1680 

1681 GTGTGATGATCCTGAAGCTTACTATGCAGCCTACAAACAGCCTTAGTAATTAAAACATTT 174 0 

1741 TATACCAATAAAATTTTCAAATATTGCTAACTAATGTAGCATTAACTAACGATTGGAAAC 1800 

1801 TACATTTACAACTTCAAAGCTGTTTTATACATAGAAATCAATTACAGCTTTAATTGAAAA 1860 



1861 CTGTAACCATTTTGATAATGCAACAATAAAGCATCTTCAGC 



1901 



FIGURE 2 

Homology of a First IL-17 human Receptor Like Polypeptide 
Amino Acid Seaeunce (SEP ID NO: 2) and Known Human IL-17 
Receptor Family Member (SEP ID NO: 3) 



1 MSLVLLSLAAIjCRSAVPREP 2 0 

II 11 II i 

1 MGAARSPPSAVPGPLLGLLLLLLGVLAPGGASLRLLDHRALVCSQPGLNC 50 

21 TVQCGSETGPSPEWMLQHDLIPGDLRDLRVEPVTTSVATGDYSILMNVSW 7 0 

II. .1 |. .11 :||.:: II • - I 

51 TVK. .NSTCLDDSWIHPRNLTPSSPKDLQIQLHFAHTQQGDLFPVAHIEW 98 

71 VLRADASIRLLKATKICVTGKSNFQSYSCVRCNYTEAFQTQTRPSGGKWT 120 

|. Mil I- i - I III I •■ I :| 

99 TLQTDASILYLEGAELSVL.QLNTNERLCVRFE. . . -FLSKLRHHHRRWR 143 

121 FSYIGFPVELNTVYFIGAHNIPNANMNEDGPSMSVNFTSPGCLDHIMKYK 170 

I-: I h . i : l-:| - I I II I I 11 

144 FTFSHFWDPDQEYEVTVHHLPKPIPDGDPNHQSKNFLVPDCEHARMKVT 193 

171 KKCVKAGSLWDPNITACKKNEETVEVNFTTTPLGNRYMALI QH 213 

i- •lllilllll - Ml I h i 

194 TPCMSSGSLWDPNITVETLEAHQLRVSFTLWNESTHYQILLTSFPHMENH 243 

214 STIIGFSQVFEPHQKKQTRASWIPVTGDSEGA. . .TVQIiTPYFPTCGSD 260 

i : I ... I I . .1 ||: 1=1 .1 .1 

244 SCFEHMHHIPAPRPEEFHQRSNVTLTLRNLKGCCRHQVQIQPFFSSCLND 293 

2 61 CIRHKGTWLCPQ . TGVPFPLDNNKSKPGGWLPLLLLSLLVATWVLVAGI 309 

hil Mil: I h • I : :hl- h- : 

2 94 CLRHSAT.VSCPEMPDTPEPIPDYMPLWVYWF.ITGISILLVGSVILLIV 341 

310 YLMWRHERIKKTSFSTTT LLP . . . . PIKVLWYPSE . ICF 344 

: II :| I hi I II -I •: = 

342 CMTWRLA6PGSEKYSDDTKYTDGLPAADLIPPPLKPRKVWIIYSADHPLY 391 

345 HHTICYFTEFLQNHCRSEVILEKWQKKKIAEMGPVQWLATQK. . . .KAAD 390 
: I :|| 1 .|j |: :.. |.| | . |. i| 

3 92 VDWLKFAQFLLTACGTEVALDLLEEQAISEAGVMTWVGRQKQEMVESNS 441 

391 KWPLLSNDVNSVCDGTCGKSEGSP. ...... . SENSQDLFPLAFNLFCSD 433 

|:: I I • h l-l • III i h I 

442 KIIVLCSRGTRAKWQALLGR. . GAPVRLRCDHGKPVGDLFTAAMNMILPD 489 

434 LRSQIHLHKYWVYFREIDTKDDY.NALSVCPKYHLMK. .DATAFCAELL 480 

III II h I • hi II = I : I 

490 FKRPACFGTYWCYFSEVSCDGDVPDLFGAAPRYPLMDRFEEVYFRIQDL 539 

4 81 HVKQQVSAGKRSQACHDGCCSL* 503 

■ I : -• I 

54 0 EMFQPGRMHRVGELSGDNYLRSPGGRQLRAALDRFRDWQVRCPDWFECEN 5 89 



FIGURE 3 

Map of a Second Human IL-17 Receptor Like cDNA (SEQ ID NO : 4) 
And Amino Acid (SEQ ID NO: 5) Sequences 



1 ATAAAAGCGCAGCGTGCGGGTGGCCTGGATCCCGCGCAGTGGCCCGGCGATGTCGCTCGT 60 

M S L V - 

61 GCTGCTAAGCCTGGCCGCGCTGTGCAGGAGCGCCGTACCCCGAGAGCCGACCGTTCAATG 12 0 
LLSLAALCRSAVPREPTVQC - 

121 TGGCTCTGAAACTGGGCCATCTCCAGAGTGGATGCTACAACATGATCTAATCCCCGGAGA 180 
GSETGPSPEWMLQHDLIPGD- 

181 CTTGAGGGACCTCCGAGTAGAACCTGTTACAACTAGTGTTGCAACAGGGGACTATTCAAT 24 0 
LRDLRVEPVTTSVATGDYSI 

241 TTTGATGAATGTAAGCTGGGTACTCCGGGCAGATGCCAGCATCCGCTTGTTGAAGGCCAC 3 00 
LMNVSWVLRADAS IRLLKAT- 

301 CAAGATTTGTGTGACGGGCAAAAGCAACTTCCAGTCCTACAGCTGTGTGAGGCTGGAGTG 360 
KICVTGKSNFQSYSCVRLEC - 

3 61 CAGTGGTGCGATCATGGCTCGCTGCGACCTCAATCTTCTGGGCTCAAGCGATCGTTCTGC 42 0 

SGAIMARCDLNLLGSSDRSA- 

421 TTCAGCCTCCCGAGCGGCTGGGACTGCAGGCGTGGGCCACCAGACCTGGCTAATTTTTGT 4 80 
SASRAAGTAGVGHQTWLIFV- 

4 81 AGTTTTTGTAGAGGGGGGTTTCACCGTGTTGCTGGTCTTGAATTCCAGTGCTCAGGCGAT 540 

VFVEGGFTVLLVLNSSAQAI - 

CLPRLPKVLGLQWTFSYIGF- 

601 CCCTGTAGAGCTGAACACAGTCTATTTCATTGGGGCCCATAATATTCCTAATGCAAATAT 66 0 
PVELNTVYFIGAHNI PNANM- 

661 GAATGAAGATGGCCCTTCCATGTCTGTGAATTTCACCTCACCAGGCTGCCTAGACCACAT 72 0 
NEDGPSMSVNFTSPGCLDHI - 

721 AATGAAATATAAAAAAAAGTGTGTCAAGGCCGGAAGCCTGTGGGATCCGAACATCACTGC 780 
MKYKKKCVKAGSLWDPNITA- 

781 TTGTAAGAAGAATGAGGAGACAGTAGAAGTGAACTTCACAACCACTCCCCTGGGAAACAG 84 0 
CKKNEETVEVNFTTTPLGNR- 

841 ATACATGGCTCTTATCCAACACAGCACTATCATCGGGTTTTCTCAGGTGTTTGAGCCACA 900 
YMAL,IQHSTIIGFSQVFEPH- 

901 CCAGAAGAAACAAACGCGAGCTTCAGTGGTGATTCCAGTGACTGGGGATAGTGAAGGTGC 960 
QKKQTRASVVI PVTGDSEGA- 

961 TACGGTGCAGCTGACTCCATATTTTCCTACTTGTGGCAGCGACTGCATCCGACATAAAGG 1020 



Figure 3 (continued) 



1021 AACAGTTGTGCTCTGCCCACAAACAGGCGTCCCTTTCCCTCTGGATAACAACAAAAGCAA 108 0 
TVVLCPQTGVPFPLDNNKSK- 

1081 GCCGGGAGGCTGGCTGCCTCTCCTCCTGCTGTCTCTGCTGGTGGCCACATGGGTGCTGGT 1140 
PGGWLPLLLLSLLVATWVLV- 

1141 GGCAGG6ATCTATCTAATGTGGAGGCACGAAAGGATCAAGAAGACTTCCTTTTCTACCAC 1200 
AGIYLMWRHERIKKTSFSTT- 

1201 CACACTACTGCCCCCCATTAAGGTTCTTGTGGTTTACCCATCTGAAATATGTTTCCATCA 126 0 
TLLPPIKVLVVYPSEICFHH- 

1261 CACAATTTGTTACTTCACTGAATTTCTTCAAAACCATTGCAGAAGTGAGGTCATCCTCGA 1320 
TICYFTEFLQNHCRSEVILE - 

1321 AAAGTGGCAGAAAAAGAAAATAGCAGAGATGGGTCCAGTGCAGTGGCTTGCCACTCAAAA 13 80 
KWQKKKIAEMGPVQWLATQK- 

1381 GAAGGCAGCAGACAAAGTCGTCTTCCTTCTTTCCAATGACGTCAACAGTGTGTGCGATGG 144 0 
KAADKVVFLLSNDVNSVCDG - 

1441 TACCTGTGGCAAGAGCGAGGGCAGTCCCAGTGAGAACTCTCAAGACCTCTTCCCCCTTGC 1500 
TCGKSEGSPSENSQDLFPLA- 

1501 CTTTAACCTTTTCTGCAGTGATCTAAGAAGCCAGATTCATCTGCACAAATACGTGGTGGT 1560 
FNLFCSDLRSQIHLHKYVVV- 

1561 CTACTTTAGAGAGATTGATACAAAAGACGATTACAATGCTCTCAGTGTCTGCCCCAAGTA 162 0 
YFREIDTKDDYNALSVCPKY- 

1621 CCACCTCATGAAGGATGCCACTGCTTTCTGTGCAGAACTTCTCCATGTCAAGCAGCAGGT 1680 
HLMKDATAFCAELLHVKQQV- 

1681 GTCAGCAGGAAAAAGATCACAAGCCTGCCACGATGGCTGCTGCTCCTTGTAGCCCACCCA 1740 
SAGKRSQACHDGCCSL* 

1741 TGAGAAGCAAGAGACCTTAAAGGCTTCCTATCCCACCAATTACAGGGAAAAAACGTGTGA 1800 

1801 TGATCCTGAAGCTTACTATGCAGCCTACAAACAGCCTTAGTAATTAAAACATTTTATACC 1860 

1861 AATAAAATTTTCAAATATTGCTAACTAATGTAGCATTAACTAACGATTGGAT^CTACATT 1920 

1921 TACAACTTCAAAGCTGTTTTATACATAGAAATCAATTACAGCTTTAATTGAAAACTGTAA 1980 



1981 CCATTTTGATAATGCAACAATAAAGCATCTTCAGC 



2015 



FIGURE 4 

Homology of a Second IL-17 Human Receptor Like Polypeptide 
AMino Acid Sequence (SEP ID No: 5) and KNown Human IL_17 
Receptor Family Mamber (SEP ID NO : 3) 

1 MSLVLLSLAALCRSAVPREPTVQCGSETGPSPEWMLQHDLIPGDLRDLRV 5 0 

: I 

1 MGAARS 6 

51 EPVTTSVATGDYSILMNVSWVLR.ADASIRLL.KATKICVTGKSNFQSYS 98 

1 .-I :|: . II !i:|ll =1 I 

7 PP . . SAVPGPLLGLLLLLLGVLAPGGASLRLLDHRALVCSQPGLNCTVKN 54 

99 CVRLECSGAIMARCDLNLLGSSDRSA SASRAAGTAGVGHQNWLI 142 

h ! I I II 11 : ■ -• ill: 

55 STCLDDSW.IHPR. . .NLTPSSPKDLQIQIiHFAHTQQGDLFPVAHIEWTL 100 

143 . . . . FWFVEGGFTVLLVLNSSAQAICL . . PRIiPKVL . . GLQWTFSYIGF 184 

:.:.|| -I II.. : =1- I |. -I I- I 

101 QTDASILYLEGAELSVLQLNTN.ERLCVRFEFLSKLRHHHRRWRFTFSHF 14 9 

185 PVEIJJTVYFIGAHNIPNANMNEDGPSMSVNFTSPGCLDHIMKYKKKCVKA 234 

|: - I = |.:| -I III I I II I- • 

150 WDPDQEYEVTVHHLPKPIPDGDPNHQSKNFLVPDCEHARMKVTTPCMSS 199 

235 GSLWDPNITACKKNEETVEVNFTTTPLGNRYMALI QHSTI IGF 27 7 

llllllll! . I-II I h II 

200 GSLWDPNITVETLEAHQLRVSFTLWNESTHYQILLTSFPHMENHSCFEHM 249 

278 SQVFEPHQKKQTRASWIPVTGDSEGA. . .TVQLTPYFPTCGSDCIRHKG 324 

: I ... I I . -i II: hi -I -Ihll 

250 HHIPAPRPEEFHQRSNVTLTLRNLKGCCRHQVQIQPFFSSCLNDCLRHSA 299 

325 TWLCPQ . TGVPFPLDNNKSKPGGWLPLLLLSLLVATWVLVAGI YLMWRH 373 

Mil: 11:. I : :|:|. \ : . : : 1| 

300 T. VSCPEMPDTPEPIPDYMPLWVYWF. ITGISILLVGSVILLIVCMTWRL 347 

374 ERIKKTSFSTTT LLP PIKVLWYPSE . ICFHHTICY 408 

:| I 1 = 1 I II ::| •= = = 

34 8 AGPGSEKYSDDTKYTDGLPAADLIPPPLKPRKVWIIYSADHPLYVDWLK 3 97 

409 FTEFLQNHCRSEVILEKWQKKKI AEMGPVQWLATQK KAADKWFLL 454 

I :|| I -II |: :.. 1-1 I - I- II -■ h= I 

398 FAQFLLTACGTEVALDLLEEQAISEAGVMTWVGRQKQEMVESNSKIIVLC 447 

455 SNDVNSVCDGTCGKSEGSP SENSQDLFPLAFNLFCSDLRSQIH 497 

I - h l-l - III l|: I ■- 

44 8 SRGTRAKWQALLGR. -GAPVRLRCDHGKPVGDLFTAAMNMILPDFKRPAC 4 95 

498 LHKYVWYFREIDTKDDY . NALS VCPKYHLMK . . DATAFCAELLHVKQQV 544 

III III: I • hi II : 1 : I • I 

496 FGTYWCYFSEVSCDGDVPDLFGAAPRYPLMDRFEEVYFRIQDLEMFQPG 545 

545 SAGKRSQACHDGCCSL* 561 

546 RMHRVGELSGDNYLRSPGGRQLRAALDRFRDWQVRCPDWFECENLYSADD 595 



FIGURE 5 

Map of a Third IL-17 Receptor Lik e cDHA (SEP ID NO: 6) 
and Amino Acid (SEP ID NO: 7) Sequence 



1 ATAAAAGCGCAGCGTGCGGGTGGCCTGGATCCCGCGCAGTGGCCCGGCGATGTCGCTCGT 6 0 

6 1 GCTGCTAAGCCTGGCCGCGCTGTGCAGGAGCGCCGTACCCCGAGAGCCGACCGTTCAATG 12 0 

121 TGGCTCTGAAACTGGGCCATCTCCAGAGTGGATGCTACAACATGATCTAATCCCGGGAGA 180 

181 CTTGAGGGACCTCCGAGTAGAACCTGTTACAACTAGTGTTGCAACAGGGGACTATTCAAT 24 0 

241 TTTGATGAATGTAAGCTGGGTACTCCGGGCAGATGTGGACATTTTCCTACATCGGCTTCC 3 00 

MWTFSYIGFP- 

301 CTGTAGAGCTGAACACAGTCTATTTCATTGGGGCCCATAATATTCCTAATGCAAATATGA 360 

VELNTVYFIGAHNIPNANMN- 

361 ATGAAGATGGCCCTTCCATGTCTGTGAATTTCACCTCACCAGGCTGCCTAGACCACATAA 42 0 
EDGPSMSVNFTSPGCLDHIM- 

421 TGAAATATAAAAAAAAGTGTGTCAAGGCCGGAAGCCTGTGGGATCCGAACATCACTGCTT 4 80 
KYKKKCVKAGSLWDPNITAC- 

481 GTAAGAAGAATGAGGAGACAGTAGAAGTGAACTTCACAACCACTCCCCTGGGAAACAGAT 54 0 
KKNEETVEVNFTTTPLGNRY- 

541 ACATGGCTCTTATCCAACACAGCACTATCATCGGGTTTTCTCAGGTGTTTGAGCCACACC 600 
MALIQHSTI IGFSQVFEPHQ- 

601 AGAAGAAACAAACGCGAGCTTCAGTGGTGATTCCAGTGACTGGGGATAGTGAAGGTGCTA 660 
KKQTRASVVIPVTGDSEGAT- 

661 CGGTGCAGCTGACTCCATATTTTCCTACTTGTGGCAGCGACTGCATCCGACATAAAGGAA 72 0 
VQLTPYFPTCGSDC IRHKGT- 

721 CAGTTGTGCTCTGCCCACAAACAGGCGTCCCTTTCCCTCTGGATAACAACAAAAGCAAGC 7 80 
VVLCPQTGVPFPLDNNKSKP- 

781 CGGGAGGCTGGCTGCCTCTCCTCCTGCTGTCTCTGCTGGTGGCCACATGGGTGCTGGTGG 84 0 
GGWLPLLLLSLLVATWVLVA- 

841 CAGGGATCTATCTAATGTGGAGGCACGAAAGGATCAAGAAGACTTCCTTTTCTACCACCA 900 
GIYLMWRHERIKKTSFSTTT- 

901 CACTACTGCCCCCCATTAAGGTTCTTGTGGTTTACCCATCTGAAATATGTTTCCATCACA 960 
LLPPIKVLVVYPSEICFHHT- 

961 CAATTTGTTACTTCACTGAATTTCTTCAAAACCATTGCAGAAGTGAGGTCATCCTCGAAA 102 0 
I CYFTEFLQNHCRSEVILEK- 

1021 AGTGGCAGAAAAAGAAAATAGCAGAGATGGGTCCAGTGCAGTGGCTTGCCACTCAAAAGA 1080 
WQKKKIAEMGPVQWLATQKK- 

1081 AGGCAGCAGACAAAGTCGTCTTCCTTCTTTCCAATGACGTCAACAGTGTGTGCGATGGTA 114 0 
AADKVVFLLSNDVNSVCDGT- 

1141 CCTGTGGCAAGAGCGAGGGCAGTCCCAGTGAGAACTCTCAAGACCTCTTCCCCCTTGCCT 1200 
CGKSEGSPSENSQDLFPLAF- 

1201 TTAACCTTTTCTGCAGTGATCTAAGAAGCCAGATTCATCTGCACAAATACGTGGTGGTCT 1260 
NLFCSDLRSQIHLHKYVVVY- 

"~ 1261 ACTTTAGAGAGATTGATACAAAAGACGATTACAATGCTCTCAGTGTCTGCCCCAAGTACC 132 0 
FREIDTKDDYNALSVCPKYH- 



Figure 5 (continued) 



1321 ACCTCATGAAGGATGCCACTGCTTTCTGTGCAGAACTTCTCCATGTCAAGCAGCAGGTGT 13 80 
LMKDATAFCAELLHVKQQVS- 

1381 CAGCAGGAAAAAGATCACAAGCCTGCCACGATGGCTGCTGCTCCTTGTAGCCCACCCATG 1440 
AGKRSQACHDGCCSL* 

1441 AGAAGCAAGAGACCTTAAAGGCTTCCTATCCCACCAATTACAGGGAAAAAACGTGTGATG 1500 

1501 ATCCTGAAGCTTACTATGCAGCCTACAAACAGCCTTAGTAATTAAAACATTTTATACCAA 1560 

1561 TAAAATTTTCAAATATTGCTAACTAATGTAGCATTAACTAACGATTGGAAACTACATTTA 162 0 

1621 CAACTTCAAAGCTGTTTTATACATAGAAATCAATTACAGCTTTAATTGAAAACTGTAACC 1680 

1681 ATTTTGATAATGCAACAATAAAGCATCTTCAGC 1713 



FIGURE 6 

Homology of a Third Human TL-17 Receptor Like P olypeptide 
Amino Acid Sequence (SEP ID NO: 7) and Kn own Human DL-17 
TRece ptor Family Member (SEP ID NO: 3^ 

T MWTFSYIGFP 10 

101 QTDASILYLEGAELSVLQLNTNERLCVRFEFLSKLRHHHRRWRFTFSHFV 150 

11 VELNTVYFIGAHNIPNANMNEDGPSMSVNFTSPGCLDHIMKYKKKCVKAG 60 

|: . I : |.:| -I ! II M II I- "I 

151 VDPDQEYEVTVHHLPKPIPDGDPNHQSKNFLVPDCEHARMKVTTPCMSSG 200 

61 SLWDPNITACKKNEETVEVNFTTTPLGNRYMALI QHSTIIGFS 103 

II M II II • I • M 11= II 

2 01 SLWDPNITVETLEAHQLRVSFTLWNESTHYQILLTSFPHMENHSCFEHMH 250 

104 QVFEPHQKKQTRASWIPVTGDSEGA. . .TVQLTPYFPTCGSDCIRHKGT 150 

: I ... I I . •! I|: hi -I -Ihll I 

251 HIPAPRPEEFHQRSNVTLTLRNLKGCCRHQVQIQPFFSSCLNDCLRHSAT 300 

151 WLCPQ . TGVPFPLDNNKSKPGGWLPLLLLSLLVATWVLVAGI YLMWRHE 199 

Ilh I h • I ^ :hl- |:. : : II 

301 .VSCPEMPDTPEPIPDYMPLWVYWF.ITGISILLVGSVILLIVCMTWRIA 348 

200 RIKKTSFSTTT LLP PIKVLWYPSE . ICFHHTICYF 234 

: I I hi I I I •• = I • = = =1 

34 9 GPGSEKYSDDTKYTDGLPAADLIPPPLKPRKVWIIYSADHPLYVDWLKF 3 98 

235 TEFLQNHCRSEVILEKWQKKKIAEMGPVQWLATQK. . . .KAADKWFLLS 2 80 

:|| I -11 h hi I • I- M •- h= I I 

3 99 AQFLLTACGTEVALDLLEEQAISEAGVMTWVGRQKQEMVESNSKIIVLCS 448 

2 81 NDVNSVCDGTCGKSEGSP SENSQDLFPLAFNLFCSDLRSQIHL 323 

h hi ■ ill I h I = 

449 RGTRAKWQALLGR. .GAPVRLRCDHGKPVGDLFTAAMNMILPDFKRPACF 496 

324 HKYVWYFREIDTKDDY.NALSVCPKYHLMK. . DATAFCAELLHVKQQVS 370 

III 11 h I - I H I i 1=1-1 

4 97 GTYWCYFSEVSCDGDVPDLFGAAPRYPLMDRFEEVYFRIQDLEMFQPGR 546 

371 AGKRSQACHDGCCSL* 386 

547 MHRVGELSGDNYLRSPGGRQLRAALDRFRDWQVRCPDWFECENLYSADDQ 5 96 



Overlap of Amino Acid Sequences of the First (SEQ ID NO: 2), 
Second (SEQ ID NO: 5), and Third (SEQ ID NO: 7) Human IL-17 
Receptor Like Polypeptides 



1 MSLVLLSLAA LCRSAVPREP TVQCGSETGP SPEWMLQHDL IPGDLRDLRV 

1 MSLVLLSLAA LCRSAVPHEP TVQCGSETGP SPEWMLQHDL IPGDLRDLRV 

51 EPVTTSVATG DYSILMNVSW VLRADASIRL LKATKICVTG KSNFQSYSCV 

51 EPVTTSVATG DYSILMNVSW VLRADASIRL LKATKICVTG KSNFQSYSCV 

101 RCNYTEAFQT QTRPSGGK-- 

101 RLECSGAIMA RCDLNLLGSS DRSASASRAA GTAGVGHQNW LIFWFVEGG 

X19 WTFS YIGFPVELNT VYFIGAHNIP 

151 FTVLLVLNSS AQAICLPRLP KVLGLQWTFS YIGFPVELNT VYFIGAHNIP 

1 MWTFS YIGFPVELNT VYFIGAHNIP 

143 NANMNEDGPS MSVNPTSPGC LDHIMKYKKK CVKAGSLWDP NITACKKNEE 

201 NANMNEDGPS MSVNFTSPGC LDHIMKYKKK CVKAGSLWDP NITACKKNEE 

26 NANMNEDGPS MSVNFTSPGC LDHIMKYKKK CVKAGSLWDP NITACKKNEE 

193 TVEVNFTTTP LGNRYMALIQ HSTIIGFSQV FEPHQKKQTR ASWIPVTGD 

251 TVEVNFTTTP LGNRY14ALIQ HSTIIGFSQV FEPHQKKQTR ASWIPVTGD 

76 TVEVNFTTTP LGNRYMALIQ HSTIIGFSQV FEPHQKKQTR ASWIPVTGD 

243 SEGATVQLTP YFPTCGSDCI RHKGTWLCP QTGVPFPLDN NKSKPGGWLP 

3 01 SEGATVQLTP YFPTCGSDCI RHKGTWLCP QTGVPFPLDN NKSKPGGWLP 
126 SEGATVQLTP YFPTCGSDCI RHKGTWLCP QTGVPFPLDN NKSKPGGWLP 

293 LLLLSLLVAT WVLVAGIYLM WRHERIKKTS FSTTTLLPPI KVLWYPSEI 

351 LLLLSLLVAT WVLVAGIYLM WRHERIKKTS FSTTTLLPPI KVLWYPSEI 

176 LLLLSLLVAT WVLVAGIYLM WRHERIKKTS FSTTTLLPPI KVLWYPSEI 

343 CFHHTICYFT EFLQNHCRSE VILEKWQKKK lAEMGPVQWL ATQKKAADKV 

4 01 CFHHTICYFT EFLQNHCRSE VILEKWQKKK lAEMGPVQWL ATQKKAADKV 
226 CFHHTICYFT EFLQNHCRSE VILEKWQKKK lAEMGPVQWL ATQKKAADKV 

3 93 VFLLSNDVNS VCDGTCGKSE GSPSENSQDL FPLAFNLFCS DLRSQIHLHK 

451 VFLLSNDVNS VCDGTCGKSE GSPSENSQDL FPLAFNLFCS DLRSQIHLHK 

276 VFLLSNDVNS VCDGTCGKSE GSPSENSQDL FPLAFNLFCS DLRSQIHLHK 

443 YVWYFREID TKDDYNALSV CPKYHLMKDA TAFCAELLHV KQQVSAGKRS 

501 YVWYFREID TKDDYNALSV CPKYHLMKDA TAFCAELLHV KQQVSAGKRS 

326 YVWYFREID TKDDYNALSV CPKYHLMKDA TAFCAELLHV KQQVSAGKRS 

493 QACHDGCCSL * 

551 QACHDGCCSL * 

376 QACHDGCCSL * 
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Northern Blot Expression Analysis of THOO-018 
Necropsied Transgenic Founders 
Transgenics control 
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Figure 10 



Non-Transgenics IL-17E Transgenics 




Figure 11 



Non-Transgenics IL-17E Transgenics 




Figure 12 
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Figure 13 
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Figure 14 
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Figure 16 
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Figure 17 
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Figure 18 
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Figure 21 

Example of a typical eosinophil Forward vs. Side scatter plot (size vs. 
granularity). Cells in the gate can be sorted to give a purified population 



Figure 22 

IL-17RB-2 Fusion Protein {SEQ ID NO: 24) 



1 MSLVLLSLAA LCRS AVPREP TVQCGSETGP SPEWMLQHDL IPGDLRDLRV 
51 EPVTTSVATG DYSILMNVSW VLRADASIRL LKATKICVTG KSNFQSYSCV 
101 RCNYTEAFQT QTRPSGGKWT FSYIGFPVEL NTVYFIGAHN IPNANMNEDG 
151 PSMSVNFTSP GCLDHIMKYK KKCVKAGSLW DPNITACKKN EETVEVNFTT 
201 TPLGNRYMAL IQHSTIIGFS QVFEPHQKKQ TRASWIPVT GDSEGATVQL 

2 51 TPYFPTCGSD CIRHKGTWL CPQTGVPFPL DNNKSKP GGW LPAAAEPKSC 

3 01 DKTHTCPPCP APELLGGPSV FLFPPKPKDT LMISRTPEVT CVWDVSHED 

3 51 PEVKFNWYVD GVEVHNAKTK PREEQYNSTY RWSVLTVLH QDWLNGKEYK 

4 01 CKVSNKALPA PIEKTISKAK GQPREPQVYT LPPSRDELTK NQVSLTCLVK 
451 GFYPSDIAVE WESNGQPENN YKTTPPVLDS DGSFFLYSKL TVDKSRWQQG 
501 NVFSCSVMHE ALHNHYTQKS LSLSPGK* 



Figure 23 

Fusion Protein for IL-17RB-3 (SEQ ID NO: 25) 



1 MSLVLLSLAA LCRSAYFREP TVQCGSETGP SPEWMLQHDL IPGDLRDLRV 
51 EPVTTSVATG DYSILMNVSW VLRADASIRL LKATKICVTG KSNFQSYSCV 
101 RLECSGAIMA RCDLNLLGSS DRSASASRAA GTAGVGHQTW LIFWFVEGG 
151 FTVLLVLNSS AQAICLPRLP KVLGLQWTFS YIGFPVELNT VYFIGAHNIP 

2 01 NANMNEDGPS MSVNFTSPGC LDHIMKYKKK CVKAGSLWDP NITACKKNEE 
251 TVEVNFTTTP LGNRYMALIQ HSTIIGFSQV FEPHQKKQTR ASWIPVTGD 

3 01 SEGATVQLTP YFPTCGSDCI RHKGTWLCP QTGVPFPLDN NKSKP GGWLP 
351 AAAEPKSCDK THTCPPCPAP ELLGGPSVFL FPPKPKDTLM ISRTPEVTCV 
401 WDVSHEDPE VKFNWYVDGV EVHNAKTKPR EEQYNSTYRV VSVLTVLHQD 
451 WLNGKEYKCK VSNKALPAPI EKTISKAKGQ PREPQVYTLP PSRDELTKNQ 
501 VSLTCLVKGF YPSDIAVEWE SNGQPENNYK TTPPVLDSDG SFFLYSKLTV 
551 DKSRWQQGNV FSCSVMHEAL HNHYTQKSLS LSPGK* 



